integration in the genomes in 9 HCC cell lines by PCR amplification of segments of HBV genome.
Among 9 cell lines, 7 cell lines showed HBV integration in this experiment. CLC2 were derived from HCV-positive and HBV-negative patients, and showed no HBV integration. We didn't detect HBV integration for CLC16 in PCR, but in unbiased WGS analysis. The segment of HBV genome in PCR amplification might be absent in CLC16. Heatmap and dendrogram shows Pearson correlation coefficients matrix calculated using 10683 gene expressions in Fig. 6A . Red, positive correlation; blue, negative correlation.
